Introduction
Foxtail millet is important minor millet belonging to the family poaceae. It is suited to conditions of low and moderate rainfall area due to early maturity period. Besides India, it is also grown in China, Russia, Japan, USA , other African and East Asian countries. In India, the cultivation of foxtail millet is confined to Andhra Pradesh, Karnataka, and Tamil Nadu. The potentiality of foxtail millet is not yet exploited properly in India. The yield levels in China is 11 t /ha, whereas in India it is just ranging between 0.4-0.8t/ha suggesting a greater scope for exploitation of this millet under Indian conditions (Jiayju, 1996) .The study of growth analysis would help in understanding contributions of various growth processes in accumulation of dry matter and yield. The low yield in foxtail millet is generally attributed to genetic, physiological and agronomic factors. All the factors influencing growth and development of crop plants are to be integrated at an optimum level for maximum production potential. The present investigation was carried out to find out the variation in morphophysiological and their relationship with the productivity in foxtail millet genotypes. There is wide genetic diversity available in foxtail millet, and characterizing these resources is a prerequisite for the genetic improvement of its cultivars. In this article characterization of germplasm is done.
II. Materials and Methods
Eleven yield contributing characteristics were taken to assess the magnitude of variability and heritability of 78 genotypes of Foxtail millet. The study was conducted at Agricultural Research Station Nipani, University of Agricultural Sciences, Dharwad during rainy season 2013 and post rainy season 2014 under both rainfed and irrigated situation respectively. The experiment was laid in a randomized block design (RBD) with three replications. Standard crop production and protection practices were followed to raise a healthy crop. Five plants were randomly selected for recording data on 11 characters viz; days to flowering, days to maturity, plant height, number of productive tillers per plant, panicle length, panicle breadth, panicle weight, grain yield per plant , grain yield per plot ,test weight and straw weight. The data were subjected to statistical analysis. Phenotypic and genotypic variances were estimated according to the formula given by Lush (1940), PCV and GCV were computed based on the method given by Burton (1952) . The heritability was computed based on the methods given according to the formula given by Johnson et al. (1955) .The mean data of five plants over three replications were used for statistical analysis.
III. Results and Discussion
Genetic variability, Heritability and Genetic advance ANOVA table shows highly significant differences among the genotypes were observed for all the characters indicating presence of sufficient amount of variability in both the seasons. Analysis of variance may not reveal the absolute variability and this could be accessed through standardizing the phenotypic and genotypic variances by obtaining the coefficients of variability. Hence, the components of variation such as genotypic coefficients of variation (GCV) and phenotypic coefficients of variation (PCV) were computed. Further it is essential for selection to separate out the environmental influence from the total variability. This indicates the accuracy with which a genotype can be identified by its phenotypic performance. The estimates of heritability alone fail to indicate the response to selection. Therefore, the heritability estimates appeared to be more meaningful when accompanied by estimates of genetic advance. Hence the genetic advances as per cent mean (GAM) was also estimated.
One of the way in which variability is assessed through a simple approach of examining range values.Wide range of variation provides an ample scope for selection of superior and desired genotypes by the plant breeders for further improvement of these characters. The phenotypic coefficient of variation (PCV) was higher than genotypic coefficient of variation (GCV) for all the traits under study.
In the present study foxtail millet genotypes exhibited high PCV and GCV for the most important economic traits viz., grain yield per plant, grain yield per plot and straw weight per plant in both the seasons. GCV describes inheritance of genetic variation. It also indicates the lower environmental influence on the expression of these characters and hence, these characters can be relied upon for selection. The values of PCV varied from 8.25 to 23.23 and 6.69 to 23.86 in rainy and post rainy season respectively. This shows that major portion of PCV was contributed by GCV this suggests that observed variation due to the genetic factors, provides the higher scope for improvement.
The moderate phenotypic co-efficient of variation and genotypic co efficient of variation were observed for characters viz., days to flowering, number of tillers, panicle length, panicle weight and test weight. These results are in consonance with earlier reports where in, moderate GCV and PCV for characters viz., days to flowering, number of tillers, panicle length and test weight in both rainy and post rainy season as reported by Sandhu et al. (1974) , Nagarajan and Prasad (1980) , Chidambaram and Palanisamy (1995) , Nirmalakumari and Vetriventhan (2010) and Prasanna et al.(2013) .This indicates the existence of comparatively moderate variability for these traits, which could be exploited for improvement through selection in advanced generations.
In both the seasons the moderate GCV and PCV for panicle weight were also reported by Chidambaram and Palanisamy (1995), Reddy and Reddy (2012) and Prasanna et al. (2013) .The magnitude was moderate for the trait panicle weight. Hence there is a need for conscious selection by the plant breeder towards high grain yield.
On the whole, co efficient of variation indicated moderate amount of variability for most of the traits expect days to maturity, plant height and panicle breadth which had the low values The close correspondence between the estimates of GCV and PCV for most of the traits indicated the lesser environmental influence on the expression of these traits, which is also reflected by their high heritability values.
Heritability is a quantitative measure which provides information about the correspondence between genotypic variance and phenotypic variance, i.e., the ratio of variance due to heritable differences (σ 2 g) to the total phenotypic variance (σ 2 p) and expressed as per cent. Genetic coefficient of variation alone would not indicate proportion of total heritable variation. However, the heritability estimates are better indicators of heritable portion of the variation. The broad sense heritability percentage includes the contribution of additive gene effects, allelic interactions due to dominance and non allelic due to epistasis. Genetic advance provides knowledge about expected genetic gain for particular trait after selection.
Moderate to high heritability coupled with higher magnitude of expected genetic advance for a particular trait indicates the additive gene action. On the contrary higher heritability coupled with low genetic advance is observed for any given trait, indicates the presence of non additive gene.
In the present study, most of the traits viz., days to flowering, Days to maturity, number of productive tillers per plant, panicle length, panicle breadth, test weight, grain yield per plant, straw yield per plant, showed the high estimates of broad sense heritability (h 2 b ) indicating the reliability of the estimates for variation between genotypes and effectiveness of selection. In Populations which are genetically more uniform are expected to show lower heritability than the genetically variable population. Also, much variable environmental condition reduces the magnitude of heritability and much uniform environmental condition increases it (Dabholkar, 1999) . Hence, as the study was conducted in the uniform environment high heritability of these traits in this study may be due to highly variable and genetically diverse accessions.
Since heritability is also influenced by environment, the information on heritability alone may not help in identifying the characters enforcing selection. Nevertheless, the heritability estimates in conjunction with the predicted genetic gain much reliable (Johnson et al., 1955) . Heritability provides the information on the magnitude of inheritance of quantitative traits, while genetic advance helps in formulating suitable selection procedures.
The grain yield and its components viz., days to flowering, number of productive tillers, panicle length, test weight, grain yield per plant, straw yield per plant exhibited high genetic advance as per cent of mean coupled with high estimates of h 2 b indicating that, the variations are attributable to high level of heritable variation and selection would be effective for improvement of these traits. The high estimates of heritability Hence breeding methods like heterosis and population breeding has to be followed to develop early genotypes. Similar result was reported by Cill and Randhawa, 1975 .
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Heritability estimates of the 78 genotypes revealed that high heritability coupled with high genetic advance as per cent of mean for most of the characters was observed indicating the presence of considerable genetic variation and additive gene effects. Hence, the improvement of these characters could be effective through phenotypic selection.
In the current study, high heritability coupled with high genetic advance as per cent of mean were recorded for flowering, for maturity, number of panicles, panicle length, panicle breadth, panicle weight, test weight and grain yield in both the seasons. This indicates that there was low environmental influence on the expression of these characters. Since these traits are controlled by additive gene action they can be exploited by pure line selection and mass selection methods. High heritability and high genetic advance as per cent of mean are reported by Sandhu et al.(1974 High heritability coupled with moderate genetic advance observed for days to maturity, plant height and panicle breadth in both the seasons. This can be exploited by mass selection, progeny selection, hybridization and simple selection for additive gene action and heterosis breeding for non additive gene action. Similarly Nirmalakumari and Vetriventhan (2010) reported high heritability with low genetic advance for plant height whereas, Prasanna et al. (2013) reported for panicle breadth.
The present investigation revealed high heritability coupled with high genetic advance as per cent of mean was observed for most of the characters. This indicates the presence of considerable genetic variation and additive gene effects for the characters. Hence, improvement of these characters could be effective through phenotypic selection.
IV.

Conclusion
The analysis of variance revealed the presence of highly significant differences in germplasm collections for all the characters under study for morphological traits indicating presence of genetic variability for most of the traits. High values of PCV and GCV were obtained for grain yield per plot and straw yield per plant and moderate estimates for panicle length, panicle weight and test weight and low estimates for plant height, panicle breadth. This indicates the existence of comparatively high variability for these traits, which could be exploited for improvement of the traits through selection in advanced generations.
Days to flowering, days to maturity, number of tillers per plant, panicle weight, test weight and grain yield in both the seasons exhibited higher heritability coupled with high genetic advance as per cent of mean. This indicates the scope of selection in the population, since there is a wide range of variation and additive gene action. 
